%H BIOTECHNO1.OGY 

SYSTEMS 



BRANCH 



RAW SEQUENCE LISTING 
ERROR REPORT 




The Biotechnology Systems Branch of the Scientific and Technical InfQrmatioii^ 
Center (STIQ detected errors when processing the following computer readable 
form: . ■ \'' . 

Application Serial Number: 

Source: ^J(,C^ ^ 



Date Processed, by STIG: 



Tmr ATTArHED PRINTOUT EXPLAINS DETOCTED ERRpRS.^ 

m^A^I^^A^THK dJfORMATION TO THE APPLICANT BY EITHER: ^ ^ 

forgS^^ 

PATENTIN 2.1 e-mail help: patinll help(g^uspto.gov or P^^^^^^^^^^^^^^ff 
PATENTIN 3.0 e-mail hdp: pi.tin3helh(g)usDt0.gov or phOne 703-306-411^ (R Wax) 

TO REDUCE ERRORED SEQUENCE LISTINGS/PLEASE USE THE^^^^^^ 
w^tonTo pR^^^ ACCESSBLE THROUGH THE U.S. PATCNT AND . 
TRADEMARK OFFICE WEBSITE. SEE BELOW: 

Checker Version 3.0 

The Checker Version 3.0 application is a state-of the-art Windows based software program ' 
emDlovinc a logical and intuitive user-interface to check whether a. sequence hstong IS m.^^., . . 

compliance with format and content rules. Checker Version 3.0 works. fqrseq^^^^^ . ; ; 

generated for the original version of 37 CFR §§1.821 - 1.825 ^ff^^t'^e October 1. 1990 (old , , 
mles) and the revised version (new rules) effective July 1. 1998 as well as Worl^ Intellectual • . .. 
Property Organization (WIPO) Standard ST.25. ^ ' 1, * ^li^Sr-yv • ^ ^ 

Checker Version 3.0 replaces the previous DOS-based version of Qieckei^ ^%Jf^^^^ -i.: 
compliant. Checker allows public users to check sequence hstmgsjnCojiip^^^^^^ . 
rCRF) before submitting them to the United States Patent and Tradeirark Office (US™ 
Use of Checker prior to filing the sequence listing is expected to result m fewer errored sequence 
listings, thus saving time and money. 

rh^rker Version ^ n ran be down loaded from the HSPTO website at the following addressj 

http://www.uspto.gov/web/offices/pac/checker 



• 



Rnw Sequence Listing Error Summary 



KRUOn DETECTED 
ATTN: NEW RULES CASES: 

1 Wrapped Nuclcics 

Wrapped Aminos 

2 Invalid Line Lcnglh 



SUGGESTEn rORUECTION 



SERIAL NUAfBER 



3 Misaligned Amino 

Numbering 

4 Non-ASCII 



10 



It 



12 



Variable UngOi 



Paiendn 2.0 
"bug" 



7 Skjppcd Sequences 

(OLD RULES) 



PLEASE DISREGARD ENGLISH -ALPHA- HEADERS. WIICIl WERE INSERTED DY PTO SOFTWARE 

The numbcrAcxl at the end of <u.ch line "Vrappcd" down to the next line. This may occur if your Hie 
was retrieved in » word processor .ficr creaUng it. Please adjust your nght margm to .3. this sv,ll 
prevent "wrapping." 

■n.c rules require that a line not exceed 72 characters in length. This includes wl.iie spaces 

TlK nunibcriiig under each S" amino acid is misaligned. Do not use lab codes bctuxrcn numbers, 
use ipjcc charactcrj. instead. 

The $ub.nittcd file was not saved in ASCll(DOS) text, as required by the Sequence Rules. Please 
cniurc your lubscqucnt lubminion li javed In ASCO iciL 

Scqucnce(s) conuin n's or Xaa's representing more than one residue. Per Sequence Rule,, 
each n oTxTTTan only rrprtscnt . jlnglc residue. Please present the maximum number of each 
residue having variable length and indicate in the <220>-<223> secUon that some may be m.ss.ng. 

A "buE" in Paicniln version 2.0 has caused tl.e <220>-<223> section to be missing from anrtino acid 
J" ^ , Normally Paienlln would automatically generate thjs sccuon from Uic 

previously coded nucleic acid sequence Please nunually copy the relevant <220>.<223> section to 
L subsequent nnuno acid sequence This applies lo the mandalo,7 <22(».<223> sections for 
Arlindal or Unknown sequences. 

Scquaice(s) missing If inlcnlional. picise insert the follovving lines for cad. skipped sequence: 

(2)INrORMXTiONFORSCQIDNO:X:(mscrlSCQIDNOwl,ere"X"issl.ou-,,) 

(i) SCOUCNCC CHARACmaiSTICS: (Do not insert any subheadings under Ous heading) 

(xi) SEQUENCE DESCRlPllONiSEQ [D NO:X: (insert SEQ m NO whae "X" is sl.o«i.) 

This sequence is intentionally skipped 

Please also adjust Uk "(ii) NUMDER OF SEQUENCES " response to include tJ.e skipped sequences 



8 Skipped Sequences Sequencc(s) 

(NEW RULES) 



missing. If intentional, please insert the following lines for each skipped sequence. 



Use of n's or Xaa's 
(NEW RULES) 



Invalid <213> 
Response 



Useof <220> 



_PatatlIn 2.0 
"bog" 



<2 I0> sequence id number 
<'tOO> sequence id number 
000 • 

Use of n's and/or Xaa's have been detected in the Sequence Listing. 

Per I a2 3 of Sequence Rules, use of <220>-<223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or X.a. and uluch residue n or Xaa represents. 

Per I 823 of Sequence Rules, the only . alid <213> responses arc: Unkno\vn. Artificial Sequenec. or 
Lkltmc SGa.us/speci«). <!20>.<223> section is required when <21 3> response is Unknou-n or 
is Artificial Sequence 

Seouence($) i missing U.e <220> "Feature" and associated numeric identifiers and responses. 

Vx of <220> to <223> is MANDATORY if <2 1 3> "Organism" response is "Artificial Sequence or 
"Unknown" Please explain source ofgenctic material in <220> to <223> section. 
(Se??e7eral Re^«;- 06A)I/1998. Vol. 63. No. 101, pp. 29631-32) (See. 1.823 of Sequence Rules) 

Ple^ do not use "Copy lo Disk" function of Patentln version 2.0^ -nu^""^ ' "7!Slnec 
rcsultine in missing maUtory numeric identifiers and responses (as md.cated on raw 

bsS pk'e use "FUe Manager" or any other manual means to copy file to floppy disk. 

AMC - Biotechnology Systems Branch - 06/04/2001 
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1636 



RAW SEQUENCE LISTING DATE: 08/15/2001 

PATENT APPLICATION: US/09/236, 995C TIME: 12.25.58 




input set : A:\Polyadpl.app ri^^o Mnt HomDlV 

output set, H, w3xo,i5.oo.xx.3.,«c.™ Does NO. Compy^^^^ 

3 <110> APPLICANT: Mahajan, Pramod B. 

6 <120> TI^LE^oriNVENTION: Poly ADP-Ribose Polymerase Gene and Its Uses 
8 <130> FILE REFERENCE: 5718-34, 035718-174234 

10 <140> CURRENT APPLICATION NUMBER: 09/236, 995C 

11 <141> CURRENT FILING DATE: 1999-01-26 

13 <150> PRIOR APPLICATION NUMBER: 60/072,785 

14 <151> PRIOR FILING DATE: 1998-01-27 
16 <160> NUMBER OF SEQ ID NOS : 5 

18 <170> SOFTWARE: PatentIn Ver . 2.1 



ERRORED SEQUENCES \ 



289 <210> SEQ ID NO: 2 

290 <211> LENGTH: 982 

291 <212> TYPE: PRT 

292 <213> ORGANISM: Zea mays 

lit «Tl,lZTZ pro .ys .1. Trp .ys .1. Clu Tyr .la .,s S,r Oly 

5 10 -L J 

297 ArJ Ala Ser Cys Lys Ser Cys Arg Ser Pro He Ala Lys Asp Gin Leu 

25 



299 Arg Leu Gly lJs Met Val Gin Ala Ser Gin Phe Asp Gly Phe Met Pro 



ITl Met Trp Asn His Ala Arg Cys He Phe Ser Lys Lys Asn Gin He Lys 



40 45 



302 50 



55 60 



303 ser Val Asp Asp Val Glu Gly He Asp Ala Leu Arg Trp Asp Asp Gin 

3^5 Glu Lys He Arg Asn Ty^ Val Gly Ser Ala Ser Ala Gly Thr Ser Ser 

85 ^ ^ 

3^7 Thr Ala Ala Pro Pro Glu Lys Cys Thr He Glu He Ala Pro Ser Ala 
■:inR 100 105 110 

309 Arg Thr Ser Cys Arg Arg Cys Ser Glu Lys He Thr Lys Gly Ser Val 

310 115 120 125 

311 Arg Leu Ser Ala Lys Leu Glu Ser Glu Gly Pro Lys Gly He Pro Trp 

3^3 Tyr His Ala Asn Cys Phe Phe Glu Val Ser Pro Ser Ala Thr Val Glu 

314 145 150 155 

315 Lys Phe Ser Gly Trp Asp Thr Leu Ser Asp Glu Asp Lys Arg Thr Met 

165 170 -^'-^ 

111 Leu ASP Leu val Lys Lys Asp Val Gly Asn Asn Glu Gin Asn Lys Gly 

^Ifl 180 

319 ser Lys Arg Lys Lys Ser Glu Asn Asp He Asp Ser Tyr Lys Ser Ala 
120 195 200 205 

321 Arg Leu Asp Glu Ser Thr Ser Glu Gly Thr Val Arg Asn Lys Gly Gin 

322 210 215 220 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/236, 995C 



DATE: 08/15/2001 
TIME: 12:25:58 



input Set : A:\Polyadpl.app 

Output Set: N:\CRF3\08152001\l236995C.raw 



E--> 



323 
324 
325 
326 
327 
328 
329 
330 
331 
332 
333 
334 
335 
336 
337 
338 
339 
340 
341 
342 
343 
344 
345 
346 
347 
348 
349 
350 
351 
352 
353 
354 
355 
356 
357 
358 
359 
360 
361 
362 
363 
364 
365 
366 
367 
368 
369 
370 
371 



Leu Val Asp Pro 
225 

Lys Leu Lys Glu 



Lys Thr His Val 
260 

Gly Gin Asp Thr 
275 

Asp Gly Met Leu 
290 

Gly Met Tyr Tyr 
305 

Glu Trp Ser Lys 

Lys Lys Trp Gin 
340 

Trp Phe Lys Ser 
355 

Met Ser Pro Glu 
370 

Leu Ser Ser Lys 
385 

Ser Lys Glu Ala 



Arg Gly Ser 

230 
Gin Ser Asp 
245 

Ser Ala Ala 

Ser Gly Pro 

Phe Gly Ala 
295 

Tyr Asn Gly 

310 
Cys Thr Tyr 
325 

He Pro His 

Gin Lys Val 

Lys Ser Gly 
375 

Gly Leu Asp 
390 

Ala Asn Glu 
405 

Ala Arg Val 



Ala Asn Phe Tyr 
420 

Cys Gly Glu Leu Asp Asn Glu 
435 

Leu Lys He Pro 
450 

Arg Thr Lys Cys 
465 

Ser Ser Lys Gly 



Cy.s Ser(xaa)Ser 

V^soo 

.Xaa\ Trp Glu Lys 
V.-i'^ 515 
His( Xaa^Val Cys 

Asp Gly Ser Glu 
545 

Glu Lys He Gly 

He Lys Glu Phe 
580 

Glu Ala Trp Glu 
595 

Tyr Pro Leu Asp 



He Val Arg 
455 

Cys His Leu 
^->. 470 
bCaajThr Val 

Pro (^^Val 

His He Gin 

Thr Gly Tyr 

535 

Cys Tyr Val 
550 

Gly Gin Lys 
565 

Lys Arg Leu 
Cys Lys Thr 
Val Asp Tyr 



Asn Thr Ser 

Thr Leu Trp 
250 

Glu Leu Arg 

265 
Glu Arg His 
280 

Leu Gly Pro 

Gin Tyr Gin 

Ser Ala Thr 
330 

Gly Thr Lys 

345 
Lys Lys Pro 
360 

Ser Lys Ala 

Lys Leu Arg 

Trp He Glu 
410 

Val Lys Asp 

425 
Asn Ala Glu 
440 

Glu Gly Tyr 



He Cys He 

Thr Val Lys 

490 

Cys Lys Asn 

Cy s\Xa^ Leu 

520^^^ ^ 

Tyr Val Leu 

Phe Arg Lys 

Leu Glu Glu 
570 

Phe Leu Glu 

585 
Asn Phe Arg 
600 

Gly Val Lys 




Arg Phe 
Arg Lys 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/236, 995C 



DATE: 08/15/2001 
TIME: 12:25:58 



372 
373 
374 
375 
376 
377 
378 
379 
380 
E--> 381 
382 
E--> 383 



E--> 



Asp 
625 
Met 

Phe 

Asn 

Glu 



Input Set : A:\Polyadpl.app 

Output set: N:\CRF3\08152001\I236995C.raw 

lie Ser Glu Met Lys Ser Ser Leu Ala Pro Gin Leu Leu Glu Leu 

Lvs Met Leu Phe Asn Val Glu Thr Tyr Arg Ala Ala Met Met Glu 

^ 645 650 f 

Glu 0 Asn Met Ser Glu Met Pro Leu Gl y Lys Leu S^ Q^^^J^ 

675 VlV/^ 680 >-v -fiBS---^ 

Gly hIs A^g^ ser Thr Gly ^..^j^^s Ala^Leu 



384 
385 
386 
387 
388 
389 
390 
391 
392 
393 
394 
395 
396 
397 
398 
399 
400 
401 
402 
403 
404 
405 
406 
407 
408 
409 
410 
411 
412 
413 
414 
415 
416 
417 
418 



Leu 

705 
He 



Glu 

Ser 

Asp 

Gin 
785 
Glu 

Tyr 

Gly 

He 

Leu 
865 
Asp 

Gly 

Arg 

Ser 

Pro 
945 
He 

Arg 



jHTa Xaa iSa 3^5) Phe Ser Leu Leu Ser Leu Leu Phe He Leu 

Leu Tyr Gly Met Arg Met He Ser Tyr Ser Lys Ala Lys Met Leu 

Ala Leu Gin Isp He Glu He Ala Ser Lys He Val Gly Phe Asp 

740 745 '^^ . 

ASP ser ASP Glu ser Leu Asp Asp Lys Tyr Met Lys Leu His Cys 

755 760 765 

He Thr Pro Leu Ala His Asp Ser Glu Asp Tyr Lys Leu He Glu 

775 1^0 
Tyr Leu Leu Asn Thr His Ala Pro Thr His Lys Asp Trp Ser Leu 

790 795 
Leu Glu Glu val Phe Ser Leu Asp Arg Asp Gly Glu Leu Asn Lys 

805 810 . 

ser Arg Tyr Lys Asn Asn Leu His Asn Lys Met Leu Leu Trp Hrs 

820 825 ^-^^ 

ser Arg Leu Thr Asn Phe Val Gly He Leu Ser Gin Gly Leu Arg 

flo5 840 845 

Ala pro pro Glu Ala Pro Val Thr Gly Tyr Met Phe Gly Lys Gly 

855 860 
Tyr Phe Ala Asp Leu Val Ser Lys Ser Ala Gin Tyr Cys Tyr Val 
870 

Arg Asn Asn Pro Val Gly Leu Met Leu Leu Ser Glu Val Ala Leu 
885 

ASP Met Tyr Glu Leu Lys Lys Ala Thr Ser Met Asp Lys Pro Pro 

900 905 
Gly Lys His Ser Thr Lys Gly Leu Gly Lys Thr Val Pro Leu Glu 

Q-L5 920 925 

Glu Phe val Lys Trp Arg Asp Asp Val Val Val Pro Cys Gly Lys 
q^O 935 940 

val pro ser Ser He Arg Ser Ser Glu Leu Met Tyr Asn Glu Tyr 

950 955 
val Tyr Asn Thr Ser Gin Val Lys Met Gin Phe Leu Leu Lys Val 

965 970 97b 

Phe His His Lys Arg 
980 



Use of n and/or Xaa has been detected in the Sequence listing. 

^r\y ^ N Review the Sequence Listing to insure a corresponding 

V^^^ " 7 explanation is presented in the <220> to <223> fields of 
^ each sequence using a or Xaa, 



6 
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VERIFICATION StJMMARY 

PATENT APPLICATION: US/09/236 , 995C 



DATE: 08/15/2001 
TIME: 12:25:59 



Input Set : A:\Polyadpl.app 

Output Set: Nt\CRF3\08152001\I236995C.raw 



L: 


161 


M: 


341 


W: 


(46 


) "n" 


or 


"Xaa" 


used, 


for 


SEQ 


ID#: 


1 


L: 


165 


M: 


341 


W: 


(46 


) "n" 


or 


"Xaa" 


used, 


for 


SEQ 


ID#: 


1 


L: 


168 


M: 


341 


W: 


(46 


) "n" 


or 


"Xaa" 


used. 


for 


SEQ 


ID# 


1 


L 


169 


M: 


341 


W: 


(46 


) "n" 


or 


"Xaa" 


used, 


for 


SEQ 


ID# 


1 


L 


172 


M: 


341 


W 


(46 


) "n" 


or 


"Xaa" 


used, 


for 


SEQ 


ID# 


1 


L 


173 


M: 


341 


W 


(46 


) "n" 


or 


"Xaa" 


used, 


for 


SEQ 


ID# 


1 


L 


205 


M: 


341 


w 


(46 


) "n" 


or 


"Xaa" 


used. 


for 


SEQ 


ID# 


1 


L 


209 


M- 


341 


w 


(46 


) "n" 


or 


"Xaa" 


used. 


for 


SEQ 


ID# 


1 


L 


212 


M 


341 


w 


(46 


) "n" 


or 


"Xaa" 


used, 


for 


SEQ 


ID# 


1 


L 


213 


M 


341 


w 


(46 


) "n" 


or 


"Xaa" 


used, 


for 


SEQ 


ID# 


:1 


L 


:217 


M 


341 


w 


: (46 


) "n" 


or 


"Xaa" 


used. 


for 


SEQ 


ID# 


:1 


L 


:355 


M 


340 


E 


: (46 


) "n" 


or 


"Xaa" 


used: 


Feature 


required, for SEQ ID#:2 


M 


: 340 


Repeated in 


SeqNo= 


=2 
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